Input file Fbh55053e.seq; Output File 55053. trans 
Sequence length 2862 



GTCGACCCACGCGTCCGCGGACGCGTGGGCGGACGCGTGGGCGG 



MS SGAKEGG 9 
ACGCGTCCGK3GGGGACCGGTCGGGCCGGGACCAAGGGCACC ATG TCG TCC GGG GCC AAG GAG GGA GGT 27 
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GAGDEARGGG 469 

GGG GCT GGA GAT GAG GCT CGA GGC GGG GGC 1407 

SRGPRGGGAG 489 

TCT CGG GGC CCC AGG GGT GGG GGC GCC GGG 1467 

TPLPGPPGSP 509 

ACA CCC CTG CCC GGC CCC CCA GGC TCC CCG 1527 

PLHTPRASPT 529 

CCT CTG CAC ACG CCC CGG GCC AGT CCC ACC 1587 

PGGGVGGAAW 549 

CCC GGC GGT GGC GTC GGG GGA GCC GCC TGG 1647 

FLGSPRFHRR 569 

TTC CTG GGC TCC CCT CGC TTT CAC CGG CGC 1707 

SSLTPESSPE 589 

TCC AGC TTG ACG CCA GAG TCC TCC CCG GAG 1767 

ISLDKEEQIF 609 

ATC TCC TTG GAC AAA GAA GAA CAA ATA TTC 1827 

IKAD IVHAFL 629 

ATC AAA GCA GAC ATC GTC CAT GCC TTT CTG 1887 

SQTSFRAEYK 649 

TCA CAG ACC AGC TTC AGG GCC GAG TAC AAG 1947 

PVRFQVDISS 669 

CCC GTC CGC TTC CAG GTG GAC ATC AGC TCC 2007 

DGSGGGG IYS 689 

GAC GGC AGC GGA GGT GGT GGC ATC TAC TCC 2067 

RRFKRVVETI 709 

CGT CGG TTC AAG CGA GTG GTG GAG ACC ATC 2127 

PSVQALADEK 729 

CCC TCC GTG CAG GCC CTG GCA GAC GAG AAG 2187 

PPRSLQPPPG 749 

CCA CCC CGA AGC CTG CAG CCC CCA CCC GGC 2247 

RRGPPKDKKL 769 

CGC CGA GGC CCC CCC AAG GAC AAG AAG CTC 23 07 
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CCCCACGGGGCCGGGGAGGGAGGGGACCCCCCTCCACCCCCCTTCCGTGCCCCCC 

C AAGG AAC ATGTC GGG AGGGGGG TGG AC AC AAAAAC CGGCC TTGCCCTGCAGGG A TGGGGCTCCAC AGGCC G TGC C CAA 

CTGGGGGTGXjTTCTAGGGGAACAGGGGGCGGGGGAGCTGTTTCT 

TGATCAATCTCTCTGCGGGGTGGGGTGGX3GGAG^AC 

CTGTCCCTGTGTCGTCCCCAACCCCCTCTTCCCGGGCCCCTC 

TTGCTCTCCGGAAGGAATTCTGGTTTCGCGTGATCCTGCCTGCGTCCGTC 

AAAAAA AAAAAAAAAAAAAAAAAAGATAATAATAATAAATAGCCTTGATCAGGGAA 
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Protein Family / Domain Matches, HMMer version 2 



Searching for complete domains in PFAM 

hmmpfam - search a single seq against KMM database 

HMMER 2.1.1 <Dec 1998) 

Copyright <C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL). 

HMM file- /prod/ddm/seqanal/PFAM/pfam5 S/Pfam 

Sequence file /prod/ddm/ wspace/or f anal / oa - scr lpt . 2 3 506 seq 

Query: 55053 

Scores tor sequence family classification (score includes all domains) 
Model Description Score E-value N 



pkmase Eukaryotic protein kinase domain 323.4 2 . 6e 93 1 

* . "7 7 4 9 1 

U3A UBA domain 

Parsed for domains 

Model Domain seq-f seq-t hmm-f hmm-t score E-value 



pkmase 1/1 34 285 . . 1 278 () 323.4 2.6e-93 

UBA 1/1 315 356 1 41 () 7.7 4.9 

Alignments of top-scoring domains: 

pkinase: domain 1 of 1 , from 34 to 285. score 323 4, E = 2.6e-93 

• -> y elleklGeGsfGkVykakhk . tgkivAvKi Ikkesls lr 

y+i ++1G+G G V++++h tg++vA+Kl+++€+ls++ + r 
55053 34 YRLEKTLGKGQTGLVKLGVHCiTGQKVAIKIVNREKLSesvlmkvER 80 

E i q 1 1 k r 1 s HpNI v r 1 1 gv f ed t ddh 1 y 1 vmEymegGdL f dy 1 r r ngp 1 s 
Ei+ilk + Hp++++l++v+e +++lylv+E++ gG+Lf dyl+++g+l+ 
55053 81 EIAILKLIEHPHVLKLHDVYE-NKKYLYLVLEHVSGGELFDYLVKKGRLT 129 

ekeakkialQilrGleYLHsngivHRDLKpeNILldengtvKiaDFGLAr 
+kea*-k + ++Qi-«- + + l + + + Hs + i+HRDLKpeN«-Llde+ + + + + iaDFG+A 
55053 130 PKEAJU<FFRQIVSALDFCHSYSICHRDLKPENLLLDEKNNIRIADFGMAS 179 

11. . .eklttfvGTpvYmroAP^ileg-rgysskvDvWSlGviLyElltg 
1 + + + i t +G+P+Y PEv ++g++++ ++++D+WS+GviL+ 11 g 
55053 180 LOvgdSLLETSCGSPHYA-CPEV- IKGeKYIXSRRADMWSCGVILFALLVG 227 

gplfpgadlpaftggdevdqliifvlklPfsdelpktridpleelfrikk 

lPf+d d+l++l++ 
550S3 228 ALPFDD DNLRQLLEKVK 244 

r . rlplpsncSeelkdLlkkcLnkDPskRpGsatakeilnhpwf <-* 
r + + p + +++++++L1++++++ P+kR+ + + + i +hpw 
55053 24 5 RgVFHM PHF I P PDCQS LLRGM I EVEPEKRL SLEQIQKHPWY 285 

UBA: domain 1 of 1, from 315 to 356: score 7.7, E = 4.9 

* ->edeekieqLveMGF . - dreewkALratngngverAaewLlsh< - * 
<1 + +e ++ + +G +dre+ + Lr+ n e+ +++L1 + 
55053 315 LDPDVLESMASLGC f rDRERLHRELRSEEEN - QEKMI YYLLLD 3 56 

// 

Searching for complete domains in SMART 

hmmpfara - search a single seq against HMM database 

HMMER 2.1-1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) - 

HMM file- /ddWrobi son/ smart /smart /smart -all .hmms 

Sequence file: / pr od/ddm/wspace/ or fanal/oa- script . 23506 .seq 

Query: 55053 



Fj- 3A 



Scores for sequence family classification (score includes all domains): 
Model Description Score E-value 

serkm_6 356.8 2.4e-103 

tyrkin_6 39.2 2 4e-14 

Parsed for domains 

Model Domain seq f seq-t. hmm - f hmm t score E-value 

serkin_6 1/1 34 28S 1 231 () 3S6 8 2 4e-103 

tyrkin_6 1/1 34 286 1 280 (] 39 2 2 4e-14 

Alignments of: cop-scoring domains 

serkin_6: domain 1 ol 1, from 34 to 285. score 356 8, E = 2 4e-103 

* ->YellkklGkGaFGkVylardkktgrlvAiKvik erilr 

Y + l k+lGkG G V+1 + + + tg + +vAiK + + + + + + 4 + + + + + r 
550S3 34 YRLEKTEGKGQTGLVKLGVHCITGQKVAIKI VNrek 1 sesvlMKVER 80 

EikiLkk dHPNIVkLydvf ed dk ly 1 VmEyceGd IGdLf d 1 1 kkrgr r 
Ei + iLk HP+ + kL + dv+e + + -n-lylV+£+ + +G G+Lfd+l+k+gr 
55053 81 E I AI LKLl EHPHVLK LHDVYENkKYLY LVLEHVSG — GELFDYLVKKGR - 127 

glrkvlsE. earfyf rQi IsaLeYCHsqgliHRJDLKPeNiLLds .hvKl 
U + + ear + +frQi+saL+ + +Hs I +HRDLKPeN+LLd+ + + ♦ +■ + 
55053 12 8 LTPkEARKFFRQIVSALDFCHSYSICHRDLKPENLLLDEknNIRI 17 2 

aDFG lArql . . . . t t £ vGTpeYmAPEvl . . gYgkpavDiWSlGc l ly 
aDFG+A + +++ t +G+p+Y PEv+++++Y+++++D+WS+G+ll+ 
55053 173 ADFGMASLQvgds 1 1 ETSCGSPHT ACPFA^I kgeK YDGRRADMWSCGVI LF 222 

ElltGkpPFp. .qldlifkkig - SpeakdLikklLvkdPek 

11+G PF++++1 ++++k++++ + + + +p+ + +L++++ + + + Pek 
55053 223 ALLVGALPFDddNLRQLLEKVKrgvf hmphf i PPDCQSLLRGMIEVEPEK 272 

Rita .eaLedeldikaHPf f <- * 
R1+ +++ ♦ HP* 
55053 273 RLSLeQIQK HPWY 285 




tyxkJ.n_6: domain 1 of 1, from 34 to 286: score 39.2, E = 2.4e-14 

* ->1 tlgkkLGeGaFGeVykGtlk - . . ieVAVKtLkeda keeFlr 

+l+k+LG G+ G V +G+ ++++VA+K ++ ++ + ++ r 
5 5053 34 YRLEKTLG KGQTG LVK LGVHC i t gQK V A I K I VNREK lsesv LMK VER 80 



55053 



Eak lMkklGgkHpNi VkLlGvc t eegrrFmevePlmi vmEymegGdLldy 
E+ i+k + +Hp+++kL+ v + + l++v+E+++gG L dy 

81 EIAILXLI--EHPHVUCLHDVYENK KYLYLVLEHVSGGELFDY 121 



55053 



Lrknrpkl S lsdLl S f AlQI AkGMeYL^skn f vHRDLAARNcLvgenkw 
L k*++ 1 + + + + +f QI + +s + HRDL N L++e++ + 

122 I>V10<GR-LTPKEARKFFRQrVSALDFCHSYSICHRDLKPENLLLDEKNNI 170 



55053 



KIsDFGLsRdlyddDkkGeskdyYrkkggkggkt 1 1 PirWinAPEs 1 kdgk 
+ I+DFG++ d + g+ PE++k k 

171 RIADFGMASLQVGD SLLETSC- -GSP HYACPEVIKGEK 2Q6 
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Ft . skSDVWSFGVlLWEif tlGeaPYpgerggfmsneevleylkkGyRlp 
+ + D WS GV L+ ++ G+ P + + + + + le-n-k+G 

207 YDgRRADMWSCGVI LFALL - VGALPFDD DNLROLLEKVKRG-VFH 249 



55053 



kPendlpiSsvtCPdelYdlMlqCWaedPedRPtFsel. . .verl<-* 
P+ p++ ♦ + +Pe+R + + +1 

250 MPHF IPPDCOSLLRGMIEVEPEKRL-SLEQIgkhPWYL 286 




